. Overview of LPMOs encoded in the genome of Myceliophthora thermophyla. The locus tag refers to the Thermothelomyces thermophila ATCC 42464 (Spoth2 in JGI) genome. The databases (JGI genome and CAZy protein databases) where the LPMOs are listed are given under "source"; the nomenclature was adapted from Berka et al [1] . The protein modules were identified with dbCAN; secretion on alfalfa and barley straw is reported according to Berka et al [1] . The regioselectivity on cellulose, substrate specificity (phosphoric acid swollen cellulose, PASC; cello-oligosaccharides, COS; xyloglucan, XG; β-glucan, BG; xylan associated to cellulose, X/C) and expression host of the previously characterized MtLPMOs and the hereby characterized MtLPMO9J are indicated. 
Fig A. A) SDS-PAGE and B) electron paramagnetic resonance (EPR) analysis of purified
MtLPMO9J.
Fig B. HPAEC-PAD profiles of products generated by
MtLPMO9J from cellooligosaccharides. In the reaction, 0.5 mM (A) cellohexaose (Glc6), (B) cellopentaose (Glc5), (C) cellotetraose (Glc4) or (D) cellotriose (Glc3) was treated with 5 µM MtLPMO9J in 20 mM sodium acetate buffer (pH 6.0) containing 1 mM ascorbic acid as electron donor. Controls were included without ascorbic acid (blue lines) and with substrate only (red lines); native cellooligosaccharides with DP1-6 or DP 1-5 (black line) were used as standard. Note that the C4-oxidized products are unstable and will be converted to native products that are one sugar shorter than the original oxidized product [50] ; this explains the appearance of a monomer peak in panels A and B. The apparent monomer peak in panels C and D represents a background signal. Enzymatic assays were performed at 50 °C in 20 mM sodium acetate buffer (pH 6.0); the reactions contained 0.1% PASC, 5 µM MtLPMO9J and 1 mM ascorbic acid. Native cellooligosaccharides with DP 2-5 were used as standard. Note that native products emerge in part as a result of on-column degradation of C4-oxidized products, as outlined in [9] .
